The title Schiff base, C 14 H 10 BrClN 2 O 2 , exists in a trans configuration with respect to the C N bond and the dihedral angle between the two benzene rings is 0. 8 (2) . There is an intramolecular O-HÁ Á ÁN hydrogen bond in the molecule, which generates an S(6) loop. In the crystal, intermolecular N-HÁ Á ÁO hydrogen bonds link adjacent molecules into extended chains propagating along the c-axis direction.
Related literature
For background to the biological properties of Schiff bases, see: Ritter et al. (2009) ; Bagihalli et al. (2008) . For related structures, see : Fun et al. (2008) ; Shafiq et al. (2009) ; Goh et al. (2010) . ; , 2010a .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). Data collection: SMART (Bruker, 2007 ); cell refinement: SAINT (Bruker, 2007) ; data reduction: SAINT; program(s) used to solve structure: SHELXTL (Sheldrick, 2008 ); program(s) used to refine structure: SHELXTL; molecular graphics: SHELXTL; software used to prepare material for publication: SHELXTL. (Ritter et al., 2009; Bagihalli et al., 2008) . Recently, a large number of Schiff bases derived from the reaction of aldehydes with benzohydrazides have been reported (Fun et al., 2008; Shafiq et al., 2009; Goh et al., 2010) . As a continuation of these studies, in this paper, the crystal structure of the title Schiff base, (I), derived from the condensing of 5-bromo-2-hydroxybenzaldehyde with 4-chlorobenzohydrazide in methanol is reported.
Structure Reports Online
In the title compound, Fig. 1 , all the bond lengths are comparable with those observed in other similar compounds Zhou & Yang, 2010a,b) . The molecule exists in a trans configuration with respect to the acyclic C═N bond. There is an intramolecular O-H···N hydrogen bond in the molecule (Table 1 ). The dihedral angle between the two benzene rings is 0.8 (2)°.
In the crystal structure, intermolecular N-H···O hydrogen bonds link adjacent molecules into extended chains along the c axis (Table 1 and Refinement H2 attached to N2 was located in a difference map and refined with N-H distance restrained to 0.90 (1)Å. The remaining H atoms were positioned geometrically, with C-H distances of 0.93 Å, O-H distance of 0.82 Å, and refined using a riding model, with U iso (H) = 1.2U eq (C) or 1.5U eq (O). Figures   Fig. 1 . The molecular structure of (I), with ellipsoids drawn at the 30% probability level.
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Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes.
Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
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